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The Structure and Function of the Expressed Portion of the Wheat Genomes

eletion Map of Triticum aestivum cv. Chinese

How to Interpret This Image:

Locus ID

Sample Locus ID : KSU01ZBE406450-4,6
K5U : Mapping Labaratary Prefix

012 . Mapping Laboratory Plate [dentity
BE406450 : MCEIl Genbank Accession Mumber
-4,6 . Mumber designation of hybridizing band(s)

Breakpoint Bin Assignment

3DS2-0.78-1.00

Bin ldentity

e-valve Best nucleic acid match (NCBI non-redundant database) e=vaive Best peptide match (NCBI non-redundant database)

Mapping Laboratory Prefix for Locus ID :

CHL : Mark E. Sorrells, Cornell University, lthaca, MY

CS5U : Mara Lapitan, Colorado State University, Fort Callins
K5U : Bikram =, Gill, Kansas State University, Manhattan

NDS : Shahryar F. Kianian, Morth Dakota State University, Fargo

TTU : Henry T. Mguyen, Texas Tech University, Lubbaock

UCD : Jan Dvarak, University of California, Davis

UCW : Jorge Dubcovsky, University of Calfornia, Davis

UMC : J. Perry Gustafson, University of Missouri, Columbia
UMH : James A Anderson, University of Minnesota, Twin Cities
UNL : Kulvinder 5. Gill, University of Nebraska, Lincoln

5DS-2 0.78

oDS-5 0.67
5DS-1 0.63

CHLO14BE490728-2

3DS5-0.67-0.78
3DS$1-0.63-0.67

KSUD35BE403373-1
KSUD35BE403471-1
KSUD35BE496903-3
KSUD3SBE444720-2
TTUDSTBE45630-5
UCD0256F146193-6
UMHO013BE444030-2

CSU001BE4032211
CSU001BE406368-1
KSU001BE406368-1
KSU012BE352603-2
KSU019BE443334-3
KSU024BE498678-4
KSU024BE500291-1
KSU027BE404894-1
KSU035BE403615-3
KSU035BE196951-10
TTU047BE444644-2
UCWO26BE636795-2
UHL002BE15680-1
UHL002BE429766-1
UHLO02BE517627-2
UHLO036BF200703-2

. UHLO48BE446646-3,4

C-5DS$1-0.63

C-C5D

5.0e-15
2.0e-05
3.0e-14
G.0e-15
Q.a0s
e-101

Gle-32
0.9

0.9
1.0e-43
i
J.0e-08
1.0e-31
4.0e-14
e-174
i

aaz3

& Je-gd
a2z
Q.06
e-108
7e-0d
& Je-dd

3DS55-0.67-0.78

Hordeumn vulgare methyljasmonate-inducible lipoxygenas 3.0e-3¢ lipoxygenase (EC 1.13.11.12) 2 - barley

3D51-0.63-0.67

1.0e-72 (AF005084) oxalate oxidase [Triticum aestivum]

&.0e-57 {(AF3IT0443) Ran binding protein-1 [Lycopersicon esculentu
2.0e-47 (¥15382) putative RHA binding protein [Arabidop=sis thalian:
1.00-62 (AF123508) Ht-iaa28 deduced protein [Hicotiana tabacum]
5.0e-55 hypothetical protein T8K22.14 - Arabidopsis thaliana
4.0e-42 hypothetical protein FAD1M16.100 - Arabidopsis thaliana

Triticum aestivum oxalate oxidase mBHA, partial cds
Oryza sativa microsatellite MRG2437 containing (CT)a18, gu
Arabidopsis thaliana At1g09340 (At1g9093400T31.12_6) mRH
Oryza =ativa genomic DOHA, chromogome 1, PAC clone: P04
Arabidop=sis thaliana chromosome |l section 10 of 255 of ti
Rhodobacter sphaeroides strain 2.4.1T quinol oxidase sub
Hordeum vulgare L4 ribosomal protein

C-5DS1-0.63

Oryza sativa genomic DHA, chromosome 1, PAC clone:P00; 70«59 hypothetical protein F411.8 - Arabidopsis thaliana
Pzeudomonas aeruginosa PADN, section 33 of 529 of the complete genome

Pzeudomonas aeruginosa PANM, section 33 of 529 of the complete genome

1.00-77 calcineurin B-like protein 3 T15H24.20 [imported] - Arabido
1.0e-72 ACYL CARRIER PROTEIN | PRECURSOR (ACP 1)

Z.0e-05 (ABOOT644) contains similarity to enolase-phosphatase~ge
&.¢e-g0 probable 1-acyl-ghycerol-3-phosphate acyltransferase - ma
4.0e-75 (AF195029) plazma membrane Ca2+-ATPase [Glycine max]
&.0e-30 (ABD41773) adenylate kinase [Oryza sativa]

7.0e-52 ribuloze-bizsphosphate carboxylase (EC 4.1.1.39) small chai
4.0e-2¢ (ABOOTT27T) gene_id:MXC9.13-pir| | T09909~similar to unknot
2.0e-43 MITOCHOHDRIAL IMPORT INHHER MEMBRAHE TRANSLOCASE
7.0e-04 (AF158635) V6 [Aegilops ventricosa)

Z2.0e-57 disease resistance-like protein - Arabidop=is thaliana proi
2.0e-52 (AJ2438528) phosphatase 2A regulatory A subunit [Oryza sa
2.0e-21 {X94986) beta glucosidaze [Manihot esculenta]

8.0e-33 {(AF043525) 205 proteasome subunit PAE2? [Arabidopsis tha

Arabidop=is thaliana calcineurin B-like protein 3 (CBL3) mf
Barley acyl carrier protein | (ACP I) mRHA, complete cds
Musa acuminata mRHA for unknown ripening-related prot
Z.mays (Black Mexican Sweet) mRHA for 1-acyl-ghrcerol-3-
Ghycine max plagma membrane Ca2+-ATPase (SCAZ) mBRH,
Oryza sativa mRHA for adenylate kinase-a, complete cds
Triticum aestivum rbeS gene for ribulose-1,5-bisphosphal
Homo sapiens PAC clone RP5-1132H15 from 7, complete =4
Oryza =ativa small zinc finger-like protein (TIM9) mRNA, co
Homo sapiens PAC clone RP4-741ME from Tp21-p15.3, com
Arabidop=sis thaliana DHA chromosome 5, BAC clone T1E3
Oryza sativa mRHA for protein phosphatase 24 regulatory
Streptomyces sp. GM-B814 (ATCC 11238) bgl3 gene for bei
Oryza sativa O0sPAE1 mRHA for alpha 5 subunit of 205 prote

Spring (Ch

*50) -7 0.29 C-5DL1-0.60 “

CHLO14BE423288-3
CHLO14BE445282-3
CHLO14BE445424-3
CS5UM02BE406609-1
K5U012BE352633-2
KSU012BE443439-2
KSU019BE494426-3
KSU027BEAD3482-1
KSU030BF478964-2
KSU035BE40TOGE-2
KSU035BE443610-2
HOS034BE3S52575-2
HOS034BE471131-2,4
HDS0436F291915-3
UCDO01BE406463-3
UCDO29BE490552-3,5
UCDO29BF453378-6
UCW039BE446342-2
UMCO32BES26712-3
UMCOJ0BF 47 4257 -3
UMHO13BE442763-6
UMHO013BE444081-1
UMHO013BE444562-1
UHL036BE590970-6

5DL-1 0.60

5DL1-0.60-0.74

5DL9-0.74-0.76

KSUDI0EF463487-3
HDS021B6F 4729741
UMCO015BE606573-4
UHLD44BG263643-1

3DL5-0.76-1.00 P

R
a.0g
1.0e-21
2.8
J.0e-32
1.0e-04
7le-2d
2.0e-25
S.0e-15
126
1.0e-07
L0a3
A.0e-2d
a4z
287
a

=170
1E
4022
a1
1.0e-16
L00E
3.0e-06
3!

1.0e-46

i
& Je-22
2.Qe-08

5DL1-0.60-0.74

Oryza sativa genomic DHA, chromosome 6, BAC clone:05] 10«13 {AP002069) Similar to Prunus armeniaca ethylene-forming-
Homo sapiens 12 BAC RP11-340M11 (Roswell Park Cancer | 5.0s-60 (ACD24174) Containg similarity to ghyoralase Il isozyme fro

Oryza =ativa mRHA for Ctype cyclin, complete cds

Human DHA sequence from clone RP4-586.011 on chromos
Elaeiz guineensis oleoyl-ACP thioesterase mRHA, partial ¢
Arabidopsis thaliana genomic DHA, chromosome 5, P1 clol
P.ciliare {Higgins) apospory associated mRHA, 876bp

Iriz germanica acyl-ACP thioesterase (FatA) mBHA, compl
Arabidopsis thaliana mRHA for ERD1 protein, complete cds
Zea mays LOH1 protease (LON1) mRHA, complete cds
Arabidop=sis thaliana DHA chromosome 5, BAC clone TEG2'
Homo sapiens chromosome 5, P1 clone 793¢5 (LBHL H5T),
Vicia faba immunophilin precursor (FKEP15) mRHA, comph
Streptomyces coelicolor cosmid HE

Saccharum hybrid cultivar H65-7052 membrane protein mk
Triticum aestivum cultivar Mironovska 808 cold-responsiv
Oryza sativa 0sPAG1 mBNA for alpha 7 subunit of 205 prot
Homo zapiens chromo=some 18, clone RP11-583B12, compl
Z.mays mRHA for cysteine proteinase

S.pombe chromosome Il cosmid c646

O.0e-27
1.0e-16
a.0e-1
1.0e-7i
2.0e-55
S.0e-25
4.0
1.0e-72
L.0e-72
3.0e-23
J.0e-54
2. 0e-43
S.0e-43
2. Je-Bi
3.0e-87
. 043
Fle15
4£.0e-13

GAVS-SPECIFIC CYCLIN C-TYPE

comes from this gene. [Arabidopsis thaliana]

(AF213478) acyl-ACP thioesterase [Iris germanica]
(AB010072) gb|AACEAET41~gene_id:MEEE.19~strong similal
{AF352797) ankyrin-repeat protein HBP1 [Hicotiana tabacurr
{AF213478) acyl-ACP thioesterase [Iris germanica]

ERD1 PROTEIN PRECURSOR

MITOCHONDRIAL LOH PROTEASE HOMOLOG 1 PRECURSOR -
(AL539883) mannosyltransferase-like protein [Arabidopsis
(ACOOT060) Strong similarity to F1913.8 gi UDP-galactose-4-¢
probable peptidylprobd isomerase (EC 5.2.1.8) FKBP15-1 - 8
(ACD 3383} unknown protein [Arabidopsis thaliana]
{L13655) membrane protein [Saccharum hybrid cultivar HE:
{AF207545) cold-responsive protein COR14a [Triticum aest
PROTEASOME SUBUHIT ALPHA TYPE 3 (205 PROTEASOME Al
(ABD0E268) beta-ureidopropionase [Arabidopsis thaliana]
cysteine proteinase (EC 3.4.22.-), glucose starvation-induc
probable serine\threonine-specific protein kinase T20F6.f

Arabidop=is thaliana genomic DHA, chromosome 5, P1 clol 2.0e-73 (AB010069) gb|AACEDN624.1-gene_id:MACI 1T ~strong simil:
Oryza sativa genomic DHA, chromosome 1, BAC clone:0SJHBad010K 01

Arabidopsis thaliana transcription factor TFIIB mRHA, comy| 3.0¢-714 TRAHSCRIPTIOH IHITIATION FACTOR B (TFIIB)

Homo sapiens BAC clone RPM11-339F13 from 7, complete s 9.0e-47 {AB036735) alhd alcohol dehydrogenase [Hicotiana tabacurr

3DL9-0.74-0.76

Ghlycine max seed maturation protein PM37 (PM37) mRHA, | 2040 DnaJ protein homolog ZMD.M - maize

e- 103 [(AF161718) Secb1p [Triticum aestivumn]

Aerides jJaponica J-hydroxy-3-methylglutanyd-CoA-synthas 9.0¢-92 (AF148847) HMG-CoA synthase [Brassica juncea]

Zea mays putative methyl-binding domain protein MBD105 1.0e-22 (AY029558) putative methyl-binding domain protein MBD10

Triticum aestivum Secb1p (secb1) mRHA, complete cds

*8DL-7 + 5D

These mapping data are being made public in a preliminary, unverified state because of their potential value to the research
community. These data are in the process of validation and are therefore subject to change. Users may not publish or
redistribute the data or derivatives thereof without the written consent of the Project's mapping coordinator, Bikram Gill
(bsg@ksu.edu). NSF Project #DBI-9975989
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*Contained here are Candidate Loci
assigned to deletion bins based on
hybridization data from the mapping
laboratories as of January 2, 2002;
assignments require verification
from curators for each chromosome.

3DS2-0.78-1.00

Caenorhabditis elegans cosmid C52A11, complete sequer

&3

probable lipR protein - Mycobacterium tuberculosis (strair

Triticum aestivum sucrose-6F-phosphate phosphohydroli £.02-87 |[(AY029159) sucrose-6F-phosphate phosphohydrolase SPP

Smilax rotundifolia phytochrome C (PHYC) gene, partial cds

Hordeumn vulgare mRHA for sucrose transporter 2 (sut? g &.0e-71 (AJ2T2308) sucrose transporter 2 [Hordeumn vulgare]

Cicer arietinum nodulin-35 gene

5. 0e-05

{AF145657) BcDHA.GH10120 [Drosophila melanogaster]

Hordeum vulgare methyljasmonate-inducible lipoxygenas 3.0e-24 lipoxygenase (EC 1.13.11.12) 2 - barley

Solanum tuberozum methionine synthase (MS) mRMA, col
Oryza sativa subsp. jJaponica clone C63266_1A putative glut
Cicer arietinum nodulin-35 gene

Drosophila melanogaster genomic scaffold 1320000133860
Cicer arietinum nodulin-35 gene

Zea mays glutathione S-transferase GST 8§ mRHA, complet
Oryza sativa chromosome 10 BAC 05JHBad006L06 genomi
Lycopersicon esculentum mRHA for beta-alanine synthas:
T.aestivum GSP-1b mRMA for grain softness protein
Oryza =ativa plasma membrane proton-ATPase gene 054
Ha=GSP-1a [Triticum=wheat, cv. Timgalen, endosperm, mk
Triticum aestivum sucrose-6F-phosphate phosphohydroli
C.roseus MetE mRBHA for methionine synthase

1.0e-61
7.0e-B5
3.0e-05
J.0e-55
5. e-05
&.0e-52
2.0e-15
1.0e-74
1.0e-06
Z.0e-gd
3.0e-7i
Z.Je-gg
8.0e-43

C-5DL1-0.60

Petunia x hybrida ribosomal protein L15 mRHA, complete «
Oryza sativa chromosome 5 clone PO574H01, complete seq
Triticum aestivum rbcs gene for ribulose-1,5-bisphosphal
Arabidopsis thaliana AT5g244200K16H17_13 mRHA, comple
O.zativa mRHA for chilling-inducible protein

Hordeum vulgare partial mRHNA for putative acid phosphat:
Human DHA sequence from cosmid US6D2, between mark
Oryza gativa genomic DHA, chromozome 1, PAC clone:P0D;
Oryza sativa Ca2+ sensitive 3'(2°),5-diphosphonucleoside
Setaria italica actin mRHA, complete cds

Oryza sativa genomic DHA, chromosome 1, PAC clone:P04
Hordeum vulgare mRHA for alpha-keto acid dehydrogenas
Drosophila melanogaster genomic scaffold 14200001 33860
P.zativum PHSP1 mRHA for HSPTO

Vigna aconitifolia 5'-phogphoribogyl-4-(H-succinocarboxar
M.=ativa mRHA for annexin-like protein

Arabidopsis thaliana RHA polymerase |l 13.6 kDa subunit (J
Chicken 78-kD glucose-regulated protein, complete cds
Stuberosum mRHA for HADH dehydrogenase, HADH-bindi
Avena maroccana clone Ma¥ ribulose-1,5-bisphosphate ca
Oryza sativa protein kinase mRHA, complete cds
Arabidopsis thaliana DHA chromosome 4, BAC clone F22K
Vigna unguiculata pho=phatidic acid phosphatase alpha m
Zea mays variety B3 hypersensitive-induced response pi
Hordeum vulgare chlorophyll avb-binding protein precurs:
Thermobifida fusca SbpA (=bpA) gene, partial cds'; BglA (b
Rice mRHA, sequence homologous to ADP-ribosylation fac
C.freundii araC gene encoding an araBAD operon regulato
Arabidopsis thaliana glutathione dependent dehydroasco
Arabidopsis thaliana DHA chromosome 5, BAC clone T22P.
Zea mays cultivar TX-585% acetoacetyl Cod thiolaze mRHA,
Zea mays pyruvate dehydrogenase E1 beta subunit isofor
A.thaliana mRHA for chloroplast thylakoidal processing pe
Oryza sativa 0sPAG1 mRHA for alpha 7 subunit of 205 prot:
Arabidopsis thaliana mRHA for arginine methyltransferase
Hordeumn vulgare mRHA for alpha-keto acid dehydrogenas
S.latifolia mRHA, clone CCLS 29

A.thaliana protein phosphatase mRHA

Hordeum vulgare homeodomain protein JUBEL?2 (JuBel2?) ¢
Rat cytomegalovirus Maastricht, complete genome

Oryza sativa HBS-LRR type resistance protein (r10) gene, p

1.0e-27
£.0e-05
Z.0e-10
3.0e-55
1.0e-52
1. 0o
&.0e-14
7. 0e-Ed
Z.0e-7i
1.0e-27
.0e-24

e-10e
3055
3.0e-7Fi
7. 0e-54
1.0e-05
1.0e-47
A0e-73
1.0e-52
3015
1.0e-55
3. 0e-i
8.0e-585
2.0e-31

=170
3.0e-35
&.0e-12
Fle-tg
1.0e-36
3.0e-50
2.0e-31
3. 0e-5d
Ade-71
3.0e-57

e-103

e-10e
2.6
3. 0e-42
2. 0e-2i
4. 0e-d7
£.0e-45

5-METHYLTETRAHYDROPTEROYLTRIGLUTAMATE--HOMOCYS
(AP002914) putative glutathione S-transferase [Oryza sativ
(AF145657) BcOHA.GH10120 [Drosophila melanogaster]
(ABOOGT04) contains similarity to unknown protein~gene_i
{AF145657) BcDHA.GH101 20 [Drosophila melanogaster]
{AP002914) putative glutathione S-transferase [Oryza sativ
{AB024029) gene_id:K21L19.11-ref|HP_036243.1-=similar to u
(Y19104) beta-alanine synthase [Lycopersicon esculentum
grain softness protein 1b, 15K - wheat

(010207) H-ATPase [Oryza sativa]

grain softness protein 1a, 15K (clone TSF69) - wheat Timg:
(AF321556) sucrose-6F-phosphate phosphohydrolase SPP
(Z49150) cobalamine-independent methionine synthase [5

605 RIBOSOMAL PROTEIN L15

cysteine proteinase (EC 3.4.22.-) F23E12.90 - Arabidopsis th
(AB042066) ribulose-1,5-bisphosphate carboxylase\ioxyger
{AB016884) 6-phosphogluconolactonaze-like protein [Arab
{AF133708) PP2A regulatory subunit [Arabidop=sis thaliana]
(AJ250282) putative acid phosphatase [Hordeum vulgare]
(ACD16041) F27.J15.15 [Arabidopsis thaliana]

hypothetical protein F411.8 - Arabidop=sis thaliana
3(2),5"-BISPHOSPHATE HUCLEOTIDASE {3°(2°),5-BISPHOSPHC
ACTIH 2

(ABOOGT00) contains similarity to RAV2-like DHA-binding pr
(AL3I91712) branched-chain alpha keto-acid dehydrogenasi
{AB0D6704) contains similarity to unknown protein~gene_i
HEAT SHOCK 70 KD PROTEIN, MITOCHOHNDRIAL PRECURSOR
PHOSPHORIBOSYLAMIDOIMIDAZ OLE-SUCCIHOC ARBOXAMIDI
(Y11348) annexin-like protein [Medicago sativa]
DHA-DIRECTED RHA POLYMERASE Il 13.6 KDA POLYPEPTIDE &
HEAT SHOCK 70 KD PROTEIN, MITOCHOHDRIAL PRECURSOR Lk
(ABD0OG69T) HADH dehydrogenase [Arabidopsis thaliana]
(AB04206%) ribulose-1,5-bisphosphate carboxylase\ioxyger
protein kinase homolog - rice

{AF120494) phosphoglucose isomerase precursor [Arabid
(ACO0T591) Contains similarity to gb acid phosphatase alpl
(AF236375) hyperzensitive-induced response protein [Zea
(AF287276) chlorophyll avb-binding protein precursor [Hon
(AJ005950) beta-glucosidase [Cicer arietinum]
ADP-RIBOSYLATION FACTOR 1

{ACOD6264) unknown protein [Arabidopsis thaliana]
valine--tRHA ligase-like protein - Arabidopsis thaliana
hypothetical protein T22P22.70 - Arabidop=is thaliana
(AF113522) acetoacetyl CoA thiolase [Zea mays]
(AF069910) pyruvate dehydrogenase E1 beta subunit isofol
(U93215) putative signal peptidase | [Arabidopsi= thaliana]
PROTEASOME SUBUHIT ALPHA TYPE 3 (205 PROTEASOME Al
protein-arginine H-methyltransferase (EC 2.1.1.23) - Arabid
{AL391712) branched-chain alpha keto-acid dehydrogenas:
{ACO60755) unknown protein [Oryza sativa]
SERIHEVTHREOHIME PROTEIM PHOSPHATASE PP-X ISOZYME 2
(ABD20T745) gene_id:MJET.2~pir||[CF1412~similar to unknow!
(Z99707) putative protein [Arabidopsis thaliana]

HES-LRR type resistance protein - rice (fragment)

SDL5-0.76-1.00

Hordeum vulgare beta-D-glucan exohydrolaze isoenzyme
Oryza sativa GAD mRNA for glutamate decarboxylase, com
Oryza sativa genomic DHA, chromosome 6, PAC clone: P00
Human DHA sequence from clone RP4-586.011 on chromos
Homo sapiens genomic DHA, chromosome 11q, clone:RP1
Drosophila melanogaster genomic scaffold 1420000133860
Htabacum mBHA for PRT1 protein

Oryza sativa chromosome 3 BAC 05JHBad091.19 genomic
Zea mays calreticulin (CRT) mRHA, complete cds

Oryza sativa chromosome 10 BAC 05 JHBal003019 genomi
Arabidopsis thaliana AT3g62110 (AT3g621100T17.M3I_70) m
Petromyzon marinus Spi transeription factor mRMA, comp
Zea may= protein kinase AKINbetagamma-1 mRHA, comph
Hordeum vulgare ECA1 protein mRHA, complete cds
Atriplex nummularia homologous sequence (AHJ1) mRHA
Oryza sativa 05SKgamma mRHA for shaggy-related protein
Bifidobacterium longum Ha+vH+ antiporter {nhaB), cytosim
Arabidop=is thaliana galactose kinage (GAL1) mRHA, comg
H.tabacum mRMA for elongation factor 2

Zea may= DnaJ-related protein ZMD.JM (md.1)} gene, compl
Zea may= variety BMS prohibitin (PHB4) mRHA, complete ¢
Triticum aestivum 70 kDa heat shock protein (TaHSPT0d) n
Arabidopsis thaliana AT5g66760VMSH2_16 gene, complete
Oryza sativa FHR gene for ferredoxin-HADP+ reductaze, co
Arabidopsis thaliana scarecrow-like 21 {(SCL21) mRHA, cor
Secale cereale ribosomal protein 57 mRHA, complete cds
Arabidopsgis thaliana AT3g62110 (AT 3g62110VT17.M3I_70) m
Hordeum vulgare low temperature-responsive RHA-bindir
Rice mRHA for ribosomal protein L4 (340 gene), partial se
Elaeis guineensis calmodulin mRHA, complete cds

Zea mays protein kinase AKINbetagamma-1 mRHA, comphi
Atriplex nummularia homologous sequence (AHJ1) mRHA
Homo sapiens chromosome 17, clone 84 E_24, complete =
Arabidopsis thaliana AT4g378300T28M9_110 mRNA, comple
Homo gapiens sema domain, immunoglobulin domain (1g)
Drosophila melanogaster genomic scaffold 1420000133860
H.chilense x T.turgidum conv. durum (Tritordeum) mRHA 1
Arabidopsis thaliana galactose kinase (GAL1) mRHA, comg
Hordeum wulgare homeodomain protein JUBEL1 (JuBel) ¢
Oryza sativa microsatellite MRG5263 containing (CTC)X4, cl
Streptomyces seoulensis dihydrolipoamide dehydrogena
T.ae=stivumn mRNA for serpin WZ53

Oryza sativa mRMA for EF-1 alpha, complete cds
Caenorhabditiz elegans cosmid M04E2, complete sequemn
Streptomyces coelicolor cosmid §G12

Oryza sativa subsp. japonica acidic PR-1 type pathogenesi:
Cicer arietinum mBRHA for putative cytidine or deoxycytidy
Barley elongation factor 1 alpha, (EF-1A) mRHA sequence
Arabidopsis thaliana chaperone protein {atj) mRHA, compl
Hordeum vulgare plazma membrane associated protein (]
H.vulgare BLT63 mRMA, complete CDS

Arabidop=is thaliana genomic DHA, chromosome 3, P1 clol
Oryza sativa chromosome 3 BAC 05.JHBal091.19 genomic
Oryza sativa genomic DHA, chromosome 1, clone:POT02F0:;
Caulobacter crescentus section 11 of 359 of the complete
Hordeum wulgare photosystem-1 PSI-F subunit precursor |
Cruznema tripartitum large subunit RHA polymerase Il mA
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{ACO74110) hypothetical protein [Arabidopsis thaliana]
(AFD20425) glutamate decarboxylase izozyme 1 [Hicotiana 1
(ACO0E016) Similar to gb from Homo =apiens. EST2 gb[HT6
comes from this gene. [Arabidopsis thaliana]

(U01849) ORF2 [Trypano=oma brucei]

(AF264760) cAMP-dependent protein Kinase [Heurospora ¢
EUKARYOTIC TRAHSLATION IHITIATIOH FACTOR 3 SUBUHIT 9
(AL117195) Y47A10A.1 [Caenorhabditis elegans]
CALRETICULIHN PRECURSOR

{ACO60755) unknown protein [Oryza sativa]

(AF324992) AT3g62110 [Arabidopsis thaliana]

(ABD22215) hydroxyproline-rich glycoprotein [Arabidopsis
(AF276086) protein kinase AKINbetagamma-2 [Fea mays]
(AF109193) ECA1 protein [Hordeum vulgare]

DHAJ PROTEIH HOMOLOG 2

(APO01278) ESTs C22403(C50132),C22404(C50132) correspol
(AF049920) PGPSVD4 [Petunia x hybrida]

GALACTOKINASE (GALACTOSE KINASE)

ELOHGATION FACTOR 2 (EF-2)

DHAJ PROTEIN HOMOLOG (DHAJ-1)

(AF236368) prohibitin [Zea mays]

dnaK-type molecular chaperone hspil - rice (fragment)
succinate dehydrogenase (EC 1.3.99.1) flavoprotein alpha ¢
FERREDOXIN--HADP REDUCTASE, ROOT 1S0ZYME PRECURSOF
{AF153443) phytochrome A signal transduction 1 protein [£
(AF118149) ribosomal protein 57 [Secale cereale]
(AF324992) AT3g62110 [Arabidopsis thaliana]

ghycine-rich RHA-binding protein, low-temperature-respor
605 RIBOSOMAL PROTEIN L44

(X69926) HRPIl [Plasmodium falciparum]

(AF276086) protein kinase AKIHbetagamma-2 [Fea mays]
DHAJ PROTEIH HOMOLOG 2

hypothetical protein F1715.110 - Arabidop=is thaliana
hypothetical protein T28M19.110 - Arabidopsis thaliana
(ACOT9279) unknown protein [Arabidopsis thaliana]
(AF264760) cAMP-dependent protein kKinase [Heurospora ¢
(AJ251899) S-adenosyimethionine decarboxylase 2 [Oryza
GALACTOKIHNASE (GALACTOSE KIHASE)

fructokinase (EC 2.7.1.4) - Arabidopsis thaliana Kinases (P
zinc-finger protein Lsd1 - Arabidopsis thaliana
hypothetical protein F22013.28 - Arabidopsis thaliana
serpin homolog WZS3 - wheat

ELOHGATION FACTOR 1-ALPHA (EF-1-ALPHA} aestivum]
(ABD168E5) protein kinase-like protein [Arabidopsis thaliar
(ACD69471) lipid transfer protein, putative [Arabidop=is thi:
polyphosphoinositide binding protein 3sh2 - soybean
(AJOOGT64) putative deoxycytidylate deaminase [Cicer arie!
ELOHGATION FACTOR 1-ALPHA (EF-1-ALPHA)

{AF169022) zeed maturation protein PM37 [Glycine max]
(AF218627) plazma membrane as=sociated protein [Hordeu
ELOHGATION FACTOR 1-ALPHA (EF-1-ALPHA) vulgare]
(ABD22223) kinase-like protein [Arabidop=is thaliana]
(AL117195) Y57A10A.1 [Caenorhabditis elegans]
(APD02431) ESTs CAT5S18(C60304),C28188(C60304) correspol
(AJ302292) MLAG protein [Hordeumn vulgare]

(AF093634) photosystem-1 F subunit precursor [Oryza sati
DHA-directed RHA polymerase | 190K chain homolog F15B8

http://wheat.pw.usda.gov/weST



